EXHIBIT E 

ClustalW (vl.4) multiple sequence alignment 



huLGR8-B 1 MIVFLVFKHLFSLRLITMFFLLHFIVLINVKDFALTQGSMITPSCQKGYF 5 0 

huLGR8 -B_N 1 QGSMITPSCQKGYF 14 

************** 

huLGR8-B 51 PCGNLTKCLPRAFHCDGKDDCGNGADEENCGDTSGWATIFGTVHGNANSV 100 

huLGR8-B_N 15 PCGNLTKCLPRAFHCDGKDDCGNGADEENCGDTSGWATIFGTVHGNANSV 64 
************************************************** 

huLGR8-B 101 ALTQECFLKQYPQCCDCKETELECVNGDLKSVPMISNNVTLLSLKKNKIH 150 

huLGR8-B_N 65 ALTQECFLKQYPQCCDCKETELECVNGDLKSVPMISNNVTLLSLKKNKIH 114 
************************************************** 

huLGR8 -B 151 SLPDKVF I KYTKLKKI FLQHNC I RHI SRKAFFGLCNLQ I L YLNHNC I TTL 200 
huLGR8-B_N 115 SLPDKVF I KYTKLKKI FLQHNC I RHI SRKAFFGLCNLQ I L YLNHNC I TTL 164 
************************************************** 

huLGR8-B 201 RPGIFKDLHQLTWLILDDNPITRISQRLFTGLNSLFFLSMVNNYLEALPK 250 
huLGR8-B_N 165 RPGIFKDLHQLTWLILDDNPITRISQRLFTGLNSLFFLSMVNNYLEALPK 214 
************************************************** 

huLGR8-B 251 QMCAQMPQLNWVDLEGNRIKYLTNSTFLSCDSLTVLDLSSNTITELSPHL 3 00 

huLGR8-B_N 215 QMCAQMPQLNWVDLEGNRIKYLTNSTFLSCDSLTVLDLSSNTITELSPHL 2 64 
************************************************** 

huLGR8-B 301 FKDLKLLQKLNLSSNPLMYLHKNQFESLKQLQSLDLERIEIPNINTRMFQ 350 
huLGR8-B_N 2 65 FKDLKLLQKLNLSSNPLMYLHKNQFESLKQLQSLDLERIEIPNINTRMFQ 314 
************************************************** 

huLGR8-B 351 PMKNLSHIYFKNFRYCSYAPHVRICMPLTDGISSFEDLLANNILRIFVWV 400 

huLGR8 -B_N 315 PMKNLSHIYFKNFRYCSYAPHVRICMPLTDGISSFEDLLANNILR 359 
********************************************* 

huLGR8-B 401 IAFITCFGNLFVIGMRSFIKAENTTHAMSIKILCCADCLMGVYLFFVGIF 450 

huLGR8-B N 360 359 



huLGR8-B 451 DIKYRGQYQKYALLWMESVQCRLMGFLAMLSTEVSVLLLTYLTLEKFLVI 500 
huLGR8-B N 360 359 



huLGR8-B 501 VFPFSNIRPGKRQTSVILICIWMAGFLIAVIPFWNKDYFGNFYGKNGVCF 550 

huLGR8-B N 360 359 



huLGR8 -B 551 PLYYDQTEDIGSKGYSLGIFLGVNLLAFLI IVFSYITMFCSIQKTALQTT 600 

huLGR8-B N 360 359 



huLGR8-B 601 EVRNCFGRE VAVANRFFF I VFSDAI CW I PVF WKI LSLFRVE I PDTMTSW 650 

huLGR8-B N 360 359 
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huLGR8-B 651 I VI FFLPVNSALNPILYTLTTNFFKDKLKQLLHKHQRKS I FKI KKKSLST 700 

huLGR8-B N 360 359 



huLGR8-B 701 SIVWIEDSSSLKLGVLNKITLGDSIMKPVS 730 
huLGR8-B N 360 359 
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